. Ribosomal protein S1 and its fragments.
(a) Schematic presentation of protein S1 and its fragments used in this work. Blue bars with white numbers depict OB fragments; numbers at the right show lengths of the polypeptides in aminoacid residues. (b) The N-terminal sequence common to every cloned polypeptide but OB 2 includes the oligohistidine tag (green), the recognition sequence of the TEV (tobacco etch virus) protease (orange), and beginning of the S1 sequence (blue). After digestion of the polypeptides by the protease at the site indicated with the arrow, the N-terminal aminoacid residue became Gly instead of the natural Met. Fragment OB 2 was cloned similarly, with its N-terminal aminoacid becoming Gly instead of the natural Asp-104. The boundaries of OB domains are according to the UniProt database (http://www.uniprot.org/uniprot/P0AG67). Supplementary Fig. S4 . Comparison of RNA-binding properties of protein S1 and its fragment OB1-2.
Silver-stained non-denaturing gel electrophoresis patterns 43 of 0.5 pmol RQ135 RNA (140 nt) incubated in 10 μl with the indicated molar excess of protein S1 (61.1 kDa), its fragment OB 1-2 (18.8 kDa) or fragment OB 1-3 (28.7 kDa) in the replicase buffer for 10 min at 22°C. Gel-shift of an RNA band indicates on the formation of a protein-RNA complex. Reverse S1 CCGCGGATCCTTACTCGCCTTTAGCTGC Site BamHI, Stop codon, C-terminus of S1 ending with Glu-557.
Supplementary
* The use of primer Reverse-OB 4 in PCR resulted in 2 fragments, one (larger) coding for OB [1] [2] [3] [4] and the other (smaller) coding for OB 1-3 carrying point mutation V255I. The fragments were separated by gel electrophoresis and cloned as described in Supplementary Methods.
Supplementary Methods
Plasmid pET-TsE-TuE. Gene tsf coding for EF-Ts was PCR-amplified using the E. coli chromosomal DNA and primers 'Forward TsE' and 'Reverse TsE', introducing sites NdeI that overlaps with the initiation codon and BamHI next to the stop codon (Supplementary Table 1) .
After digesting at these sites, the PCR product was ligated between sites NdeI and BamHI of the Table 1 ). The product was digested at sites ApaLI and SphI, and the resulting 2071-bp fragment was ligated with the fragment 2077 bp excised with the same restriction endonucleases from pBAD/Myc-
